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variable logistic regression analysis was used.
RESULTS The overall prevalence of LAE was 15.45% for subjects aged
over 35, 19.68% in the hypertensive patients. LAE was associated with
age (OR: 1.052, 95%CI: 1.045 to 1.059), female (OR: 3.633, 95%CI:
4.247), SBP (for Grade 1 hypertension OR: 1.394, 95%CI: 1.200 to 1.618,
for Grade 2 hypertension OR: 1.955, 95%CI: 1.615 to 2.366, for Grade 3
hypertension OR: 2.744, 95%CI: 2.146 to 3.509), anemia (OR: 1.655,
95%CI: 1.420 to 1.929), LVMI (OR: 1.003, 95%CI: 1.002 to 1.004), mitral
stenosis (OR: 20.892, 95%CI: 2.594 to 168.258) and mitral incompe-
tence (OR: 3.476, 95%CI: 2.550 to 4.738), LVEF (OR: 0.971, 95%CI:
0.957 to 0.986).
CONCLUSIONS Age, gender, SBP, anemia, LVMI. etc are risk factors
for LAE. It is urgent for us to detect and intervene LAE early, in order
to reduce the reverse events.
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OBJECTIVES Pulse wave velocity (PWV) as direct indication of arte-
rial stiffness is a critical predictor of cardiovascular events, there is a
lack of research on the correlation between plasma homocysteine
(Hcy) and arterial stiffness in large community-based sample of the
Chinese population.
METHODS Plasma homocysteine and other cardiovascular disease
risk factor variables were measured in 2148 community healthy peo-
ple enrolled in the CSPPT Study. Large-artery stiffness was assessed in
terms of brachial-ankle PWV (baPWV).
RESULTS The mean age of the population was (62.5  7.5) years, more
females (63.8%) and their average Hcy level was (14.17  4.70) mmol/L
while average level of baPWV was (1586  379) cm/s. BaPWV was
positively correlated with Hcy in entire group after adjustment for
age, gender and other CAD risk factors (bHcy¼5.32, p<0.001). There
was a signiﬁcant interaction effect of the blood pressure (BP) on
arterial stiffness, the impact of Hcy on baPWV of subjects with the
high normal BP was more signiﬁcant than that of individuals with the
optimal normal pressure (bHcy: 2.55 vs. 9.88, p¼0.004). We chose
optimal BP group as a reference, in whole population PWV showed a
signiﬁcantly positive correlation with different level of BP: Normal BP
(bBP¼101, p<0.001), high normal BP (bBP¼193, p<0.001), Grade 1 hy-
pertension (bBP¼413, p<0.001). Regression analysis of PWV between
high normal BP and homocysteine revealed a signiﬁcant interaction
between BP level and Hcy on baPWV.
CONCLUSIONS Plasma Hcy was an independent correlate of arterial
stiffness in the Chinese community population. High normal blood
pressure may worsen the impact of Hcy on arterial stiffness, and is a
major link between Hcy and aortic arterial stiffness.
GW26-e0084
Characteristics of Traditional Chinese Medicine Constitutions
and the relationship with hypertension in adult Chinese resident:
a cross-sectional study
Ying Li,1 Xin Huang,2 ChengXian Guo,1 XiaoHui Li,3 Xing Liu,1 Ting He,1
ZhiJun Huang,1 Hong Yuan1
1Center of Clinical Pharmacology, third Xiangya hospital, Central South
University, Changsha, China; 2School of public health, central south
university, Changsha, China; 3Department of Pharmacology, School of
Pharmaceutical Sciences, Central South University, Changsha, China
OBJECTIVES Traditional Chinese Medicine Constitution (TCMC)
theory is widely applied in the practice of medical treatment for
thousand years in China, which is identiﬁed as the treasure of Chinese
civilization. TCMC determined the susceptibility to certain disease
and therapy effect, which can be divided into normal constitution and
unbalanced ones. This study aims at investigating the distribution and
the characteristic of TCMCs in adult Chinese resident in Changsha and
the effects on susceptibility and therapy effect of hypertension.
METHODS The study used cross-sectional survey, collected all avail-
able information which including age, gender, occupation, alcohol/
smoke intake, family history, body mass index (BMI), blood pressure
(BP), TCMC and blood test in part respondents from com-
munity healthy registry system in Yuelu district, Changsha city.The association between independent factors and each TCMCs, as well
as TCMCs and the prevalence and control rate were analyzed. Pre-
diction prevalence model of hypertension were established by
Logistic analysis with TCMC and other factors.
RESULTS A total of 237,485 individual records were collected, of
which 188,136 (79.2%) were balanced TCMC. Statistical analysis indi-
cated that age, BMI, occupation, smoking and alcohol intake, hemo-
globin, fasting blood-glucose, cholesterol, triglyceride, creatinine,
potassium and sodium in blood were different in balance and unbal-
ance TCMCs groups. The prevalence of hypertension was signiﬁcant
difference between balance and unbalance TCMCs groups (9.3% vs
30.7%, P<0.01). Logistic analysis indicated age, sex, BMI, alcohol and
smoke intake, family history and TCMCs were signiﬁcant correlated
the prevalence of hypertension. PW(OR4.16), ND(OR 3.34) and PD(OR
2.78) were more likely to suffering from hypertension, while
QDP(OR0.65) may be a protective TCMC by hypertension after con-
trolling confounding factors. 29,123 (88.2%) hypertensive patients
were under administrated by community physician. Blood pressure
was signiﬁcant higher in unbalance TCMCs group compared with
balance TCMCs group in both systolic and diastolic blood pressure
(SBP/DBP) (133.9114.79 vs 132.6215.07mmHg, P<0.01;80.519.03 vs
80.278.90mmHg, P<0.05).Wetness-heat had the worst SBP/DBP
control level, while Yin-deﬁciency had the best SBP/DBP control level.
CONCLUSIONS Age, occupation, smoking and alcohol intake, BMI,
blood glucose/lipid metabolism, hemoglobin, blood electrolytes may
contribute the formation of TCMCs. TCMCs have an impact on inci-
dence and therapy effect of hypertension, could be a potential sub-
typing for hypertension.
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OBJECTIVES Our objective was to investigate the relationship
betweent mutations of the KCNJ5 gene and clinical phenotype in
patients with aldosterone-producing adenoma (APA).
METHODS 46 Patients with PA was recruited between 2008 to 2012
from the people’ hospital of Xinjiang Uygur Autonomous Region. The
surgical adrenal specimens and adjacent adrenal tissue were collected
and stored in liquid nitrogen immediately after excision and main-
tained at -80C. Genomic DNA was prepared from adrenal tissues and
peripheral blood. and all exons including the 5’-and 3’-untranslated
regions (UTRs) (w1kb) of KCNJ5 gene were PCR ampliﬁed.PCR prod-
ucts were sequenced using an optimized direct sequencing analysis
protocol.Serum ALD, Serum sodium, potassium, and creatinine levels
were measured. The LV dimension was measured by Doppler
echocardiogram.
RESULTS Three missense mutations were found in tissues of 46
patients with APA:C.451G>C/A(p.G151R)(5/46), c.503T>G(p.L168R)
(4/46), C.830T>A(p.S209T)(12/46) S209T. There is no signiﬁcant dif-
ference between the wild type group and the mutation group on
gender, age, hypertension duration, systolic blood pressure, diastolic
blood pressure, serum Kþ, tumor diameter, seated ALD, seated RAR,
ARR, serum lipid, IVS, LVM, LVEDD, LVESD and LVM1 (p＞0.05). uric
Kþ and EF showed signiﬁcant difference between the wild type and
the mutation group. Comparison of the baseline date among G151R,
L168R and S209T, The patients with G151R mutation had higher SBP
and DBP than L168R and S209T (p<0.05) and had the lowest serum Kþ
and the highest uric Kþ than other groups.
CONCLUSIONS The mutations of the KCNJ5 gene have related to
clinical phenotype in patients with aldosterone-producing adenoma.GW26-e0139
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OBJECTIVES Primary aldosteronism (PA) is strongly associated with
the increasing prevalence of cardiovascular events and metabolic
syndrome. Study on the genetic mechanism of dyslipidemia is of great
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cerebrovascular disease. Inwardly rectifying subfamily J, member5
(KCNJ5) gene has become an important candidate gene in PA research.
Meanwhile, the KCNJ5 gene expression have been implicated in the
development of obesity and appears to be a key feature of metabolic
syndrome (MetS).However, the relationship between the genetic
variation of KCNJ5 gene and lipid metabolism is complex and still
remains poorly understood. Aim of our study was to assess whether
KCNJ5 gene polymorphisms are associated with dyslipidemia among
patients with PA.
METHODS Patients hospitalized at the Center for Hypertension of the
People’s Hospital of Xinjiang Uygur Autonomous Region were
selected from January2010 to December 2011. A total of 494 subjects
who diagnosed with primary aldosteronism were recruited base on a
history and laboratory tests. 338of whom (68.4%) were diagnosed
with dyslipidemia, and 156 individuals were conﬁrmed without dys-
lipidemia (31.6%).The polymorphisms of rs2604204, rs3740835,
rs4937391, rs6590357, rs11221497, rs138295501 among the patients
with primary aldosteronism (PA) were genotyped by Taqman poly-
merase chain reaction (PCR), Blood samples were collected from all
subjects and genotyping was performed on DNA extracted from blood
cells. Lipid levels were measured by conventional methods and were
analyzed.
RESULTS When all dyslipidemia cases were compared against non-
dyslipidemia controls, we found that the rs3740835 variant was
associated with dyslipidemia in the PA population (P¼0.023). Also,
the frequencies of AA haplotype of rs3740835 signiﬁcantly increase
prevalence of dyslipidemia compared with (ACþCC) genotype.
CONCLUSIONS Our study demonstrates the polymorphisms of
rs3740835 of KCNJ5 gene may play a role in the development of lipid
metabolism abnormality in patients with PA.
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OBJECTIVES Hypertension is a complex trait that is considered to
result from an interaction between an individual’s genetic back-
ground and various environmental factors. Both single nucleotide
polymorphisms (SNPs) and alcohol consumption modulate blood
pressure levels, but the interactions of SNPs and alcohol consumption
on blood pressure levels are limited. This study aimed to detect the
interactions of ten SNPs and alcohol consumption on blood pressure
levels in the Bai Ku Yao population, an isolated and conservative
subgroup of the Yao minority in China.
METHODS A total of 1224 unrelated participants of Bai Ku Yao were
recruited by a stratiﬁed randomized sampling. There were 616 non-
drinkers (male/female, 414/202) and 608 drinkers (414/196). Two
groups were matched for age, sex, and area of residence. Information
on demographic characteristics, socioeconomic status, lifestyle fac-
tors, personal and family history of disease, medical and medication
history, and physical activity was obtained with standardized ques-
tionnaires. Genotyping of the ATP-binding cassette transporter A1
rs2066715, acyl-CoA:cholesterol acyltransferase-1 rs1044925, low-
density lipoprotein receptor rs5925, hepatic lipase gene rs2070895,
endothelial lipase gene rs2000813, methylenetetrahydrofolate
reductase rs1801133, the E3 ubiquitin ligase myosin regulatory light
chain-interacting protein rs3757354, proprotein convertase subtilisin-
like kexin type 9 rs505151, peroxisome proliferator-activated receptor
delta rs2016520, and Scavenger receptor class B type 1 rs5888 was
performed by polymerse chain reaction and restriction fragment
length polymorphism combined with gel electrophoresis, and then
conﬁrmed by direct sequencing. The association of genotypes and
blood pressure levels was tested by analysis of covariance, and the
interactions of the SNPs and alcohol consumption on blood pressure
levels were detected by using a factorial regression analysis after
controlling for potential confounders. A P value of  0.005 was
considered statistically signiﬁcant after Bonferroni correction.
RESULTS The genotypic frequencies of rs5925, rs2070895, rs1801133
and rs3757354 were signiﬁcantly different between nondrinkers and
drinkers. The levels of systolic (rs2066715 and rs2070895), diastolic
(rs2070895) and pulse pressure (rs2066715, rs1044925 and rs1801133)
in nondrinkers, and systolic (rs1044925 and rs5888), diastolic(rs1044925 and rs2000813) and pulse pressure (rs505151 and rs5888) in
drinkers were different among the genotypes (P < 0.005-0.001). The
interactions of genotypes and alcohol consumption on systolic
(rs2066715, rs1044925, rs5925, rs2070895, rs1801133, rs3757354,
rs2016520, and rs5888), diastolic (rs2066715, rs1044925, rs5925,
rs2000813, rs3757354 and rs2016520) and pulse pressure (rs1044925,
rs2070895, rs1801133, rs3757354 and rs505151) were observed
(P < 0.005-0.001).
CONCLUSIONS The differences in blood pressure levels between the
nondrinkers and drinkers might be partially result from the different
interactions of these SNPs and alcohol consumption. The observed
associations and interactions between these SNPs and blood pressure
variation in this isolated ethnic subgroup may also be the major
characteristics of this condition in the other ethnic groups, especially
in the Chinese minorities.
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OBJECTIVES Apelin activity plays a role in regulating blood pressure.
This study explored the relationship between single nucleotide
polymorphisms (SNPs) in the Apelin gene (APLN) with hypertension
and hypertension with central retinal artery equivalent (CRAE) ste-
nosis in a coastal Chinese population.
METHODS All subjects answered an epidemiological survey for de-
mographic and disease characteristics. Apelin levels were determined
and three APLN SNPs, rs56204867, rs3115757, and rs3761581, were
evaluated. CRAE was measured using fundus photography.
RESULTS Apelin levels were signiﬁcantly lower in subjects with hy-
pertension and hypertension with CRAE stenosis (0.23  0.10 ng/ml
and 0.21  0.08 ng/ml, respectively) compared with control subjects
(0.25  0.11 ng/ml; P< 0.001). Linear regression analysis showed hy-
pertension and hypertension with CRAE stenosis was associated with
age, being male, systolic blood pressure, abnormal blood lipids, and
Apelin levels. Genetic analysis indicated that in both males and fe-
males SNP rs3761581 was associated with hypertension and that more
males carrying rs56204867 and rs3761581 T-A haplotype had hyper-
tension (61.88%) and hypertension with CRAE stenosis (56.82%) than
control males (39.33%).
CONCLUSIONS In this Chinese population, Apelin and APLN SNP
rs3761581 was associated with combined hypertension with CRAE,
indicating that the expression of APLN gene products may be involved
in vascular injury.
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Value of neutrophils count in predicting surgery related acute
kidney injury in CKD with hypertensive patients: a cohort study
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OBJECTIVES As a component of routine blood cell, the presences of
neutrophils (polymorph nuclear leukocyte, PMN) have been proved to
a predictor of morbidity and mortality in several clinical settings.
However, it is not known whether episodes of acute kidney disease
(AKI) associate with a higher neutrophils in vulnerable groups, such as
CKD with hypertensive patients. To address this gap in knowledge,
this study investigates whether surgery related AKI in CKD patients is
associated with neutrophils.
METHODS The counts of neutrophils were measured in 998 patients
admitted to the third Xiangya Hospital from October 2008 through
February 2013. We divided patients into quintiles according to the
counts of WBC or subtypes.
RESULTS We divided patients into quintiles according to the counts
of WBC or subtypes. After adjustment for multiple covariates, the 4th
quintiles of neutrophil counts had greater ORs for AKI (2.44, 95%CI
1.37-4.33) compared with the 1st quintile. Incident of AKI increased
1.30 fold for every 3*109/L increase in the admission neutrophil
counts.
CONCLUSIONS The count of neutrophils, as an easy and quick
measurable index, is an independent predictor of AKI in CKD with
hypertensive patients.
